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In the Specification 

The last paragraph bridging pages 13 and 14 has been amended as follows: 

The polynucleotide sequences of the present invention are valuable for chromosome localisation 

studies. The sequence is specifically targeted to, and can hybridize with, a particular location on an 

individual human chromosome. The mapping of relevant sequences to chromosomes according to 

the present invention is an important first step in correlating those sequences with gene associated 

disease. Once a sequence has been mapped to a precise chromosomal location, the physical 

position of the sequence on the chromosome can be correlated with genetic map data. Such data 

are found in, for example, V. McKusick, Mendelian Inheritance in Man (available on-line through 

Johns Hopkins University Welch Medical Library). The relationship between genes and diseases 

that have been mapped to the same chromosomal region are then identified through linkage analysis 

(co-inheritance of physically adjacent genes). Precise human chromosomal localisations for a 

genomic sequence (gene fragment etc.) can be determined using Radiation Hybrid (RH) Mapping 

(Walter, M. Spillett, D., Thomas, P., Weissenbach, J., and Goodfellow, P., (1994) A method for 

constructing radiation hybrid maps of whole genomes, Nature Genetics 7, 22-28). A number of 

RH panels are available from Research Genetics (Huntsville, AL, USA) e.g. the GeneBridge4 

RH panel (Hum Mol Genet 1996 Mar;5(3):339-46 A radiation hybrid map of the human genome. 

Gyapay G, Schmitt K, Fizames C, Jones H, Vega-Czarny N, Spillett D, Muselet D, Prud'Homme 

JF, Dib C, Auffray C, Morissette J, Weissenbach J, Goodfellow PN). To determine the 

chromosomal location of a gene using this panel, 93 PCRs are performed using primers designed 

from the gene of interest on RH DNAs. Each of these DNAs contains random human genomic 

fragments maintained in a hamster background (human / hamster hybrid cell lines). These PCRs 

result in 93 scores indicating the presence or absence of the PCR product of the gene of interest. 

These scores are compared with scores created using PCR products from genomic sequences of 

known location. This comparison is conducted at http://\vww.genome.vvi.mitred'uA 
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